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strains in the section, but is not definitive because strains can loose mycotoxin producing ability.
DNA sequences from the internal transcribed spacer regions (ITS) and from the large subunit rDNA (lsu-rDNA) vary little among strains of a species, but display sufficient inter-species differences to allow conclusive identification of isolates.
Aspergillus nomius has never been isolated in Japan, even though suitable substrates and habitats are present there. We have isolated aflatoxigenic fungal strains from tea-field soils and from silkworm rearing houses in Japan that are morphologically consistent with A. nomius and also have mycotoxin production profiles consistent with this species. In order to determine their correct identification, we have compared these strains with ex type strains of species from section Flavi, examining colony and micromorphology, mycotoxin production, and DNA sequences from the ITS and lsu-rDNA. 
Results and Discussion
Two aflatoxigenic isolates, one from tea-field soil in Okinawa Prefecture (94OKH1=NRRL 25393) and another from silkworm excrement in Kagawa Prefecture (87K144=NRRL  25585) have A. nomius like characters. Both isolates produced aflatoxin B1, B2, G1 and G2 and kojic acid but did not produce detectable amounts of cyclopiazonic acid. The A. nomius ex type culture (NRRL 13137) and our isolates (94OKH1 and 87K144) produced greater amounts of aflatoxin G than aflatoxin B under the conditions used (Table 2) . Colonies on Czapek Dox agar plate, the surface were floccose consisting of white or very light orange-brown long vegetative Table 3 . These two isolates had larger conidia and limited growth at high temperature to compare to those of A.
flavus. Also these isolates produced vertically elonged large sclerotia. These results showed that the colony and conidia of these two isolates were almost same as those of NRRL 13137, an ex type strains of A. nomius.
The isolates had relatively small conidia, large versicles, and growth at higher temperature was restricted. The rDNA sequences in the amplified fragment of these two isolates were identical to the sequence of the ex type strain of A. nomius. These sequence differed from the A, parasiticus sequence at 30 nucleotide positions, from the A. flavus sequence at 37 nucleotide positions, from the A. tamarii sequence at 26 nucleotide positions, from A. caelatus sequence at 28 nucleotide positions and from aflatoxigenic A. caelatus sequence at 28 nucleotide positions (Table 4 ). The rDNA sequences of this area were deposited in the Genbank DNA sequences database and the numbers were shown in Table 4 . Peterson et al. showed that there were only a single nucleotide difference among the sequences of more than 150 isolates of A. tamarii, and no differences among the sequences of more than thirty of non-aflatoxigenic A. caelatus, and demonstrating that sequence identity of strains in the ITS and lsu-rDNA regions accurately identifies strains from section Flavi.
On the basis of colony characters, micromorphology, mycotoxin production and DNA sequences, isolates 940KH1 and 87K144 have been identified as A, nomius and the existence of this species in Japan is confirmed. The A. nomius strains were isolated from agricultural soil and from insect related material. Tea-field soils are generally acidified by prolonged heavy fertilization and the microflora of these soils is unusualls' and recently, some aflatoxigenic fungi, including a new aflatoxin producer A. caelatus, were isolated from these soil. Both of the A. nomius strains studied hear were isolated from warmer, southern regions of Japan, however, some A. nomius strains have been isolated from relatively cool areas of the U.S..
Goto et al. No. 46, 1998 reported that there were many aflatoxigenic fungi in silkworm excrements including northern part of Honshu island. Among these fungi, there are some isolates whose characters do not match to any known aflatoxigenic fungi (unpublished data). These results suggest the necessity for more intense and careful study of the distribution of aflatoxigenic fungi in Japan, including the northern regions.
